: Robustness with different choices of K. We use two metrics: deviation (the smaller the better) and correlation (the larger the better). We simulated 10 two-way admixed individuals with λ = 1cM; using S = 2 and γ = 50 we infer the local ancestry using K = 5, 10, 20. In each cell, we put mean ± standard deviation. The larger standard error compare to Table 1 in main text because we use chromosome 22 in this simulation instead of chromosome 2 in the main text. For a three-way admixed individual there are three numbers (that sum to 1) to denote admixture proportions. For admixture events that happened recently (γ = 10, 20) , the inference of admixture proportions is very accurate; for remote admixture events (γ = 100), our method slightly over-estimates large admixture proportions and slightly under-estimates the small ones. Figure S3 : Detailed comparison with LAMP-LD. The plots shows the comparison for a typical simulated individual using g = 20. Each panel denotes an ancestry, on which we plot the local ancestry of the actual (black line), our inference (blue line), and LAMP-LD inference (pink line). Compare to our method, LAMP-LD makes more mistakes on regions of a few hundred SNPs.
